Figure S1│Overall transcriptional regulation during lipogenesis in M. alpina. Gene transcription changes were compared among samples A, B, E, K, L and M using
Genes
sample E (30 min prior to nitrogen exhaustion) as the reference point. The smallest non-zero FPKM was 0.0513. Therefore, 0.05 FPKM was considered as the detection limit and used to replace 0 for log10 transformation. The number of genes with >5 fold change is indicated at the top. Hierarchical clustering of differentially expressed genes (3328) and samples (A, B, E, K, L, and M) is shown on the left. Eight gene clusters (a, b, c, d, e, f, g, h) were identified and the average expression pattern for each cluster is shown on the right. 
